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Construction of a melon genetic map with fruit and seed QTLs
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Abstract: A genetic map of melon was constructed using 143 F, population developed from a cross between two distant
lines Ano2 of Japan and Hami melon K413. The map contains 12 linkage groups and 142 markers, including 121 AFLPs, 16
SSRs, 3 STSs, 2 trait markers and covers 1 014.2 cM. Composite interval mapping (CIM) method was used to detect QTLs
involved in melon fruit and seed traits: fruit length (FL), fruit width (FW), fruit shape (length/width, FS), centre sugar (CS),
edge sugar (ES), flesh texture (FT), seed length (SL), seed width (SW), seed shape (SS), and seed weight (SW). The result
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showed that Flesh was located between AFLP markers NDAA and NCFA on C9. A total of 25 QTLs were detected for other
traits and some QTLs were co-located with each other. The QTLs SI5.1, Sw5.1, and Swt5.1 located on linkage C5 between
NCA and N73C explained a significant portion of associated phenotypic variation (R*=17%, 19%, 23%). The allele from
Ano2 obviously suppressed the length, width, and weight of melon seed; the QTLs between N73A and NFDA on C8 were
involved in seed width, shape, and weight; the QTL Fs8.1 on C8 was detected using both F, and F; fruit data and explained

a significant portion of phenotypic variation 25% and 19%. Fs8.1 showed partly dominant, and the allele from Ano2 sup-

pressed elongation of fruit to form round melon. The QTLs related to centre sugar, edge sugar, and fruit texture were also

detected in this research.
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